C chromosomes (6.88) is less than the number of mutational steps within those from the Indian subcontinent (7.32). Finally, the lowest average number of pairwise differences among haplotypes (6.88) in Table 1 is between aboriginal Australian and Indian subcontinent haplotypes rather than between aboriginal Australian chromosomes and those of their close geographic neighbors in Melanesia.
If we are, indeed, detecting a genetic connection in accord with Huxley's hypothesis, it would be interesting to estimate the timing of divergence between Australian and Indian C* chromosomes. To explore this further, we used the STR data to estimate divergence times using two published methods. In both methods, we assumed a generation time of 25 years. Furthermore, we assumed a mutation rate of 2.08 ϫ 10 Ϫ3 that is based on the t, where is the mutation rate, and t is the generation did all other Hg C chromosomes (including C* chromotime) or 1,550 years (95% CI ϭ 300-2,775 years). The somes from the Indian subcontinent). The DYS390.1 devariance displayed in these 95% CIs does not include letion is very common in Australia, and it appears to the uncertainty in the mutation rate. Second, we used be Australian specific. Similar network clusters were a Bayesian method for estimating the time to the most obtained when SNPs were excluded from the phylogerecent common ancestor (TMRCA) described in Walsh netic analysis (data not shown).
[23]. We used this method to calculate 95% CIs for the Measures of average mutational divergence within TMRCA using tallies of the number of STR differences and between populations of Hg C chromosomes (Table  between two 
, Bayesian and (␦)
2 ) yielded times that are consistent with a relatively recent (e.g., Holo-13,300 years). The Bayesian analysis [23] requires an estimate of the effective population size, N e , to generate cene) divergence between these populations of chromosomes, as expected from the low number of pairwise a prior distribution. While we assumed N e ϭ 5,000, larger effective population sizes produced nearly identical redifferences in STR allele lengths seen in Table 1 . Furthermore, the patterns of divergence are consistent with sults. This is a conservative value, as assuming smaller values of N e decreases the divergence. The precision of more recent C* affinities between Australia and the Indian subcontinent than between Australia and Melthe estimated divergence times should be considered somewhat cautiously because there are uncertainties anesia. The combined genetic distance, phylogenetic, and with regard to STR mutation rates and processes. We stress, however, that we selected the slowest mutation dating analyses provide evidence for recent shared an- The average number of pairwise differences are shown within (P i X along diagonal) and between populations (P i XY above diagonal); pairwise (␦ Australian populations. On the other hand, weak signals for population relationships based on autosomal data occurred either in India, on a Y chromosome that was migrating from India to Australia, or in Australia well after may be magnified on the NRY as a result of its lack of recombination and susceptibility to higher levels of the migration of C* chromosomes from India. Further studies are needed to distinguish among these hypothegenetic drift. Therefore, the NRY can be an important tool for reconstructing the history of human populations. ses and to infer the evolutionary forces that resulted in such high frequencies of C* chromosomes carrying the
